. Nucleotide and deduced amino acid sequences of LycCTLR cDNA. In the nucleotide and deduced amino acid sequences of LycCTLR cDNA, a typical mRNA polyadenylation signal (AATAAA) are shown in italic in the 3′-UTR. The transmembrane domain is boxed and the intracellular domain is marked by broken line. The C-type lectin-like domain predicted by SMART is underlined. The conserved cysteine residues are highlighted in dark grey. Ca 2+ binding site 1 are marked with solid diamond. Ca 2+ binding site 2 are marked with hollow diamond.
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